Many pyrrole derivatives show important bioactivities, such as metabotropic receptor antagonists (Fabio et al., 2007) and antitumor activity (Banwell et al., 2006) . This is the reason they have attracted our interest. This study is related to our previous structural investigations of methyl 2-(4,5-dibromo-1H-pyrrole-2-carboxamido)propionate (Zeng et al., 2007) and 3-(1-ethyl-1H-pyrrole-2-carboxamido) propionic acid monohydrate (Li et al., 2009 ).
The asymmetric unit of the title compound, C 13 H 14 N 2 O, contains two independent molecules, which differ in the twist of the phenyl ring: the N pyrrole -C(H 2 )-C-C torsion angles are À73.0 (3) and 17.1 (3) . In the crystal structure, molecules are linked through N-HÁ Á ÁO hydrogen bonds into chains extending along the a axis.
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